Background: Protein domains are commonly used to assess the functional roles and evolutionary relationships of proteins and protein families. Here, we use the Pfam protein family database to examine a set of candidate partial domains. Pfam protein domains are often thought of as evolutionarily indivisible, structurally compact, units from which larger functional proteins are assembled; however, almost 4% of Pfam27 PfamA domains are shorter than 50% of their family model length, suggesting that more than half of the domain is missing at those locations. To better understand the structural nature of partial domains in proteins, we examined 30,961 partial domain regions from 136 domain families contained in a representative subset of PfamA domains (RefProtDom2 or RPD2). Results: We characterized three types of apparent partial domains: split domains, bounded partials, and unbounded partials. We find that bounded partial domains are over-represented in eukaryotes and in lower quality protein predictions, suggesting that they often result from inaccurate genome assemblies or gene models. We also find that a large percentage of unbounded partial domains produce long alignments, which suggests that their annotation as a partial is an alignment artifact; yet some can be found as partials in other sequence contexts. Conclusions: Partial domains are largely the result of alignment and annotation artifacts and should be viewed with caution. The presence of partial domain annotations in proteins should raise the concern that the prediction of the protein's gene may be incomplete. In general, protein domains can be considered the structural building blocks of proteins.
because it is often the protein domain, rather than the protein as a whole, that is conserved over evolution. Evolutionarily conserved, structurally compact protein domains are often found in very different sequence contexts, and only by subdividing a protein into its constituent domains can one understand its evolutionary history.
Some protein domains have clearly understood functions [5] . For example, protein kinase domains are catalytic modules with well-defined roles; other domains direct protein-protein interactions, target other protein modifications or play critical roles in binding and signal recognition (e.g., SH2, SH3, or EF-hand Ca-binding). Identification of these domains helps identify the biological function of the protein containing them.
The evolutionary, structural, and functional roles of domains suggest that domains are the indivisible building blocks from which larger modular proteins are built. Thus, we were surprised to find that 5% to 10% of protein domain annotations in the Pfam protein domain database suggest that only a fraction of the domain is present in the protein. These partial protein domains can cause problems with iterative profile-based similarity searches [6] . Restricting PSI-BLAST searches to libraries of proteins with full-length Pfam protein domains dramatically reduces position-specific scoring matrix (PSSM) corruption, and improves PSI-BLAST specificity and sensitivity [6] . Because PSSM contamination is often caused by the extension of a homologous alignment into a nonhomologous neighboring sequence, alignment to a partial Pfam domain might corrupt a PSSM by nucleating a nonhomologous alignment across the part of the domain that was missing from the partial domain location. However, if domains are indivisible then the nature of partial domains is puzzling. Do the boundaries of partial domains correspond to structurally distinct regions, or are they both evolutionarily mobile and structurally diverse? Are these partial domains authentic structural units or possible annotation artifacts?
To investigate the nature of these partial protein domains, we used the Pfam database, which uses hidden Markov models (HMMs) to scan UniProt protein sequences and classify conserved domain regions [3] . Pfam has been widely used to characterize the dynamics of protein domain coverage [7] , compare sequence and structure [8] , and predict erroneous protein sequences [9] . However, profile HMMs do not always detect full-length domains, even when they are present. Sometimes, only the most conserved part domain aligns with the HMM, leading to annotation errors [10] . To examine in detail a set of protein domains representative of the Pfam database, we used domain annotations from the RPD2 protein database [11] that appeared to include less than 50% of the protein domain family model length.
Results and discussion

Protein domain lengths
To characterize partial domains in proteins, we examined 136 domain families from Pfam27 (the RDP2 subset, see Methods). We chose Pfam because it is the largest contributor to the InterPro compendium of protein domain databases (Pfam annotates more than 40 million sequences of the 42 million sequences in UniProt/InterPro; the next most comprehensive annotation source covers about half as many). Pfam provides both a model_length parameter, which can be thought of as the characteristic length of the Pfam domain family, and the model_start and model_end coordinates, which we used to calculate the coverage, or partial-ness of the domain in the sequence. Figure 1 shows the fraction of Pfam27 and RPD2 domains (A) and sequences (B) that contain at least one domain at different fractional coverage of the model_length characteristic domain length. More than 80% of Pfam27 domain mappings cover 90% or more of the domain model_length (Figure 1 ), consistent with the view that most Pfam domains are discrete-length structurally compact building blocks. Likewise, 75% of the sequences annotated by Pfam contain domains that are ≥90% of the family's model_length. While very short partial domain instance alignments that cover <20% of model length are quite rare (about 0.5% of all domains and non-fragment sequences in Pfam27), the numbers are large (134,676) because there are more than 24 million Pfam27 domains and 15 million Pfam27 sequences. In this report, we focus on domain annotations where 50% or more of the Pfam HMM, which defines the Pfam family, is missing at the domain annotation on the protein. In the (Figure 1) . Thus, we believe that RPD2 provides a representative sample of domains that are likely to be detected as partials.
Classification of partial domains
While 80% of RPD2 domains cover more than 90% of the domain model length (Figure 1 ), 10% of the domains in RPD2 have an annotation that suggests that less than 50% of the domain length is present. Pfam identifies homologous domains in proteins by identifying significant alignments between family HMMs and individual protein sequences. Each HMM:protein sequence alignment defines the start and end of the alignment in the sequence (seq_start and seq_end) and the corresponding boundaries of the domain in the PfamA model for that protein (model_start, model_end). For example (Figure 2A) A domain can appear to be full length or partial for different reasons, depending on the sequences that bound the candidate partial.
To understand better the computational and biological processes that might produce partial domain annotations, we divided RPD2 candidate partials into three types ( Figure 2 and Table 1 ) based on their sequence context: (1) split domains -single domains that have been broken into several parts by the HMM alignment process (18,624 domains, Figure 2B and Table 1 ); (2) bounded partialsdomains that are bounded by other non-homologous domains or the ends of the protein (5,087 domains, Figure 2C ) and (3) unbounded partials -those that appear to be partial but are found in a region of protein that could contain a more complete domain (7,250 domains, Figure 2D ).
Split domains
More than half of the candidate <50% partials in RPD2 are parts of longer domain annotations that have been Table S1 ). Because these alignments are consistent with a single longer domain, we do not consider them partials, and we focus on the domain topologies illustrated in Figure 2C ,D.
Some bounded partials reflect protein annotation artifacts
Bounded partials are limited in length by either another domain, or by the end of the protein sequence ( Figure 2C ). Bounded partials are unlikely to be artifacts of the HMM alignment process since bounded partial domains cannot be extended past the ends of the protein or into a non-homologous neighboring domain. Bounded partials may be produced by unusual protein sequence predictions, e.g., alternatively spliced isoforms that do not produce functional proteins, or inaccurate genome assemblies. To look at the relationship between bounded partial domains and protein sequence accuracy, we asked whether bounded partials are enriched over non-partial sequences in organisms that contain introns (eukaryotes), and thus might be splicing or assembly artifacts. We examined the 94 RPD2 Pfam27 families with 10 or more bounded 50% partial domains and asked whether the bounded partial-containing proteins in these families were more likely to come from eukaryotes than RPD2 proteins that do not contain partial domains. If bounded partial domains are due to inaccurate gene models, we expect the errors more frequently in eukaryotes. We performed Fisher's exact test on each of the 94 families, and then calculated the false-discovery rate (q value) to identify families that are significantly enriched for eukaryotic bounded partials (see Methods). When the non-partial and bounded-partial sequence sets were divided into eukaryotic/non-eukaryotic sets, 47 of the 94 bounded partial sets were enriched for eukaryotic sequences at a q value (false-discovery rate) of <0.05, and 34 at <0.01. We conclude that many bounded partial domains result from inaccurate gene models that produce incomplete proteins.
In addition, we examined the relative abundance of bounded partial domains from very carefully annotated genomes (human, mouse, and Drosophila) in reviewed proteins from SwissProt with an Ensembl gene model. During the Swissprot review process, multiple alternatively spliced transcripts with different accession numbers in the TREMBL division of UniProt are merged into a single accession and labeled as isoforms [13] . Only 4 of the 161 human, mouse, and Drosophila proteins (114 from human) in the RPD2 bounded partial category have been reviewed by SwissProt, and one of those does not have an Ensembl gene model. In contrast 848 of 2,893 non-partial RPD2 proteins from human, mouse, and Drosophila have been reviewed and 790 have an Ensembl gene model. Bounded partial domain proteins from human, mouse, and Drosophila are dramatically enriched in unreviewed sequences lacking Ensembl gene models (P < 10 −15 , Fisher's exact test). Since bounded partials are rarely found in carefully annotated full-length proteins from these organisms, we believe that many are likely to be incomplete splice isoforms or other annotation artifacts.
Unbounded partials
Excluding split domains, a majority of the candidate partial domains belong to the unbounded partial category ( Figure 2D ). These domains are annotated as partial, but could contain a full-length domain, because there is room for the missing part of the domain in the sequence. Figure 3 . In about 40% of the homologs (67/156), the alignments are long, but the domains annotated on the proteins are much shorter ( Figure 3A) ; these proteins are most closely related to the [UniProt:Q9S9N4] query. For most of the more distant homologs (86/156), the alignment is still long, but the aligned sequence is also annotated as containing a full-length [Pfam:PF01544] domain ( Figure 3C ). In two cases ([UniProt:A5BS21], E() < 10 −16 , Figure 3D, involve partial domains that produce short alignments like Figure 3B (alignments with 10 −25 < E() < 10 −6 and 29% to 48% identity), but 
Putative partials
To identify candidate true partial domains from the set of unbounded partials ( Figure 2D ), we generated the projected full-length domain regions from candidate unbounded proteins and compared the candidate full-length domains to RPD2 proteins. Using the logic described above for [Pfam:PF01544] partials, we sought examples like [UniProt:A5BS21] that have some long domain homologs but also many short domain homologs. Putative partial domains met two criteria: (a) the extended query found ten or more homologs with E() < 10 −6 and (b) at least 25% of the homolog alignments were <50% of the family model length. These Pfam families are counted as putative partials in Table 1 . In total, 48 of the RPD2 families had more than 10 queries that met these criteria (22 had more than 25 queries). These extended queries that met criteria (a) and (b) were then compared to sequences with known structures to identify putative partial domains. About one quarter of our candidate partials map to the Pfam model in a way that leaves room for a much more complete Pfam domain (unbounded partial, Figure 2D ). Searches with those extended sequences show that most of them produce long alignments. Thus, those domain annotations are partial because of the inability of the Pfam model to capture the entire homologous region for very distant domain homologs (Figure 3) . However, about 30% of these extended sequences produced short alignments, suggesting an alternative sequence context (putative partials), and in the two families with the most abundant putative partials, alignments were consistent with a compact structural domain (e.g. Figure 4B ). These sequences, as well as some bounded sequences, were used to identify Pfam27 domains that have been divided into smaller structural units by the CATH structure database [14] ( Table 2) . 
Some partial domains result from shorter structural domains
To identify compact sub-domains that might account for RPD2 partial annotations, we compared bounded and candidate partials from the unbounded searches to the sequences in the PDB structure collection [15] . From the 57 RPD2 Pfam27 families that appeared to have a significant number of bounded or unbounded partial domains, we identified 11 that contain multiple CATH structural domains ( Table 2 ) that are also annotated by VAST+ [16] . Figure S3 ). The compact nature of the PF000852 partial is shown in Figure 4B .
For the second most abundant putative partial, [Pfam:PF04734] (neutral/alkaline non-lysomal ceramidase), about 10% of the domains meet the putative partial criterion. Its closest homolog in PDB is 2ZXC, where it aligns with the N-terminal third of the protein, an α/β/β/α sandwich in the middle third of the protein structure that is structurally compact (Figure 4C ). Although CATH does not annotate this structure, VAST+ assigns a domain that aligns almost exactly with the PF04734 partial (Additional file 3: Figure S3) Figure S2) .
Thus, the three most abundant putative partial domains correspond to structurally compact regions based on CATH and VAST+ annotations. Five of the ten most abundant putative partials appear to be structural partials, based on shorter domains found in CATH or VAST. Four of the remaining abundant putative partials Pfam models align a single long CATH or VAST+ domain. In one case ([Pfam:PF02738]), the domain appears to align with repeats of the same structural domain.
We compared our hierarchical strategy for identifying evolutionarily mobile structural partials -identification of putative partial Pfam domains followed by confirmation using CATH -with the simpler strategy of looking at CATH domain content in the protein structures annotated by Pfam. Of the 136 Pfam families in RPD2, 107 are mapped in Pfam to PDB structures that are annotated by CATH. We found 64 of those Pfam families map to PDB structures with only one CATH domain, so they cannot be examples of structural partials. In total, 43 RPD2 Pfam families map to PDB structures containing two or more different CATH domains; these Pfam families might be composed of evolutionarily mobile, structurally compact, sub-domains. But only 11 of those 43 Pfam families were confirmed to be both evolutionarily mobile and structurally compact. In 15 cases, either the CATH subdomain was not consistent with the evolutionarily mobile sequence, or there was inconsistency between the CATH and the VAST annotation. For another 17 Pfam families, although CATH annotates multiple structural domains, we found very little evidence for evolutionary mobility (fewer than ten putative partials).
Our PDB/CATH/VAST+ searches found 11 Pfam families comprising shorter CATH and VAST+ structural domains, and another 7 Pfam families that do not have homologs annotated in CATH, but contain multiple VAST+ domains (Table 2 , Additional file 2: Figure S1 , Additional file 4: Figure S2 , Additional file 3: Figure S3 ). The combination of evolutionary mobility (the putative partial domain in different sequence contexts) and structural compactness suggests that these Pfam domains could be subdivided into shorter, independent domains.
Conclusions
We have tested the hypothesis that Pfam27 domains are largely structurally compact protein building blocks by characterizing the 10% of Pfam domains in the RPD2 database that appear to be shorter than <50% of the characteristic domain length (the Pfam model length). RPD2 protein domains are representative of Pfam27 since they have a distribution of partial domain annotation lengths that is almost indistinguishable from all Pfam27 domains with model lengths greater than 200 match states (Figure 1) . However, RPD2 reduces the extreme differences in domain abundance and model length variation. We believe that the RPD2 family subset accurately represents partial domains in Pfam27.
Our results suggest that, with a small number of exceptions, Pfam27 domains are compact structural building blocks. Only about 15% of the Pfam domains in RPD2 appear to have genuine structurally compact, evolutionarily mobile partial domains, suggesting that most Pfam domains do not comprise smaller structural units. Indeed, most apparent partial domains are likely to be alignment, annotation, and sequence assembly artifacts, rather than smaller sub-domains.
The distributions of the three types of candidate partial domains -split domains, and bounded and unbounded partials -differ widely for the different Pfam families in RPD2 (Table 1) .
Partial domain annotations can be counted in two ways -by the number of sequences containing the partial or the number of partial domains -but the distribution of partial annotation counts is similar for both measures. About 60% of candidate partial domains are split domains, including the family with the largest number of candidate partials, [Pfam:PF00209] (sodium:neurotransmitter symporter), where 77.8% of the domain annotations are partial, but 72.5% of those partials are split domains. The family-specific nature of partial domains is illustrated by the difference between the extremes (minimum and maximum in Table 1 ) and the quartiles. There is no partial type that is found in every Pfam family (the minimum is always 0.00), and the maximum percentage is usually tenfold higher than the third quartile percentage. Moreover, the Pfam family with the largest fraction of unbounded partials ([Pfam:PF04734]) is not the same as the one with the largest number of putative unbounded partials ([Pfam:PF00852]). These differences in the types and frequencies of different partial domains reflect interactions between the sensitivity of the HMM domain model, the distribution of domains at different evolutionary distances, and the sequence sampling of the databases used to construct the models.
Partial domain annotations are well recognized in Pfam [10] ; they are represented as jagged edges in Pfam's graphical presentation. But, because the model_start/ model_end information is available only through Pfam's XML or MySQL interfaces, the graphical Pfam presentation makes it difficult to distinguish split domains ( Figure 2B ) from a repeated set of N-or C-terminal partial domains. Mapping the domain to the HMM allows us to infer that 60% of 50% partials can be made complete by combining split domain partials.
About one sixth of candidate partial domains cannot be extended to produce larger regions, because they are bounded by the end of the protein or by other non-homologous domains ( Figure 2C ). While some of these bounded partial domains are legitimate partials, some bounded partial domains are likely to be protein assembly artifacts, while others may be alternatively spliced isoforms. Light and Elofsson [17] About one quarter of our candidate partials map to the Pfam model in a way that leaves room for a much more complete Pfam domain (unbounded partial, Figure 2D ). Searches with those extended sequences show that most of them produce long alignments; thus, those domain annotations are partial because of the inability of the Pfam model to capture the entire homologous region for very distant domain homologs (Figure 3) . However, about 30% of these extended sequences produced short alignments, suggesting an alternative sequence context (putative partials), and in the two families with the most abundant putative partials, alignments were consistent with a compact structural domain (e.g., Figure 4B ). These sequences, as well as some bounded sequences, were used to identify Pfam27 domains that have been divided into smaller structural units by CATH ( Table 2 and Additional file 2: Figure  S1 , Additional file 4: Figure S2 , and Additional file 3: Figure S3 . To be considered a structural partial, a domain must have a compact structural domain and be found in different sequence contexts.
We emphasize that these are conservative estimates. Our 18 examples of structural partials excluded cases where CATH and VAST+ disagreed, and other cases where the partial domain topologies annotated on the structure were intermingled because different parts of the same structural domain were assigned to non-contiguous regions of the sequence domain annotated by Pfam. However, because the VAST+ structural annotations do not include the domain-based homology classification provided by CATH, we have less confidence that VAST+ domains can be found in different structural contexts. We are very confident, however, that most of the candidate partials, and about half of the putative partials, are not genuine structural partials. They are more likely the result of sequence annotation and assembly errors.
In a companion paper, Prakash and Bateman describe a second mechanism that can produce partial domains in proteins: domain atrophy [18] . Prakash and Bateman avoid some of the partial domain artifacts that we encountered by focusing on bounded partials in proteins with UniProt evidence code 1, thus avoiding gene annotation errors. Both our approaches are conservative. Some of the putative and bounded partials that we found but were not supported by multiple CATH domains may be examples of domain atrophy, and some partials initially ascribed to domain atrophy were later understood to be structural partials where a Pfam domain comprises multiple structural domains.
We suggest that genuine structural partials can be inferred based on two criteria: (1) evolutionary mobility, where the same domain is found in different protein contexts, and (2) structural compactness. However, all structurally compact domains are probably not evolutionarily mobile and there are examples of evolutionarily mobile domains that are not structurally compact. Moreover, in the absence of clear structural data, it is difficult to know whether a domain is in a novel protein context, because even the most sensitive sequence-based comparisons can fail to detect structural homologs. The novelcontext question is muddied further by the possibility that some protein sequences were inferred from misassembled genes and genomes. This study shows that most of the candidates we initially characterized as partials are artifacts of partial alignment, splice isoforms, and incorrectly assembled proteins.
Accurate domain identification and boundary characterization can dramatically improve protein annotation [4, 5] . Incomplete domain alignments can be detected with reverse sequence searches rather than an HMM alignment. Partial domains in incorrectly assembled proteins present a greater challenge, because tracing a protein back to its original gene model can be time-consuming. It was reassuring to find that the two reviewed human proteins with bounded domains that are complete in Ensembl probably contain structural partials. Our results suggest that gene models and protein predictions that produce partial domains should be reviewed carefully; it is likely that many of those gene models and proteins are incomplete. Conversely, the incorporation of protein domain models should improve current gene annotation strategies.
The concept of proteins built from conserved domain building blocks has fundamentally transformed our understanding of protein evolution, folding, and function. However, our ability to identify and accurately bound domain building blocks is hampered by the technical problems inherent in identifying distant homologs and by inaccurate protein sets. A mixture of model-based (HMM and PSSM) and pairwise-alignment methods can provide more reliable domain identification. Our results suggest that partial protein domains should be viewed with suspicion; most protein domains appear to have a characteristic length.
Methods
Protein domain sets
Pfam family models, protein sequences, and mappings of curated pfamA domains to protein sequences and domain models were obtained from the MySQL tables distributed with Pfam version 27 [3] , without modification. Our dataset was selected from the RPD2 subset of 136 Pfam26 pfamA families. The RPD2 database Pfam families meet three criteria: (1) model length (model length ≥200); (2) diversity (found in at least two of three kingdoms of life) and (3) abundance (examples in ≥100 proteins) as described in [11] . In addition, RPD2 families must come from Pfam clans whose model lengths differ no more than twofold. Pfam clans are a way of representing distant evolutionary relationships in very diverse families for which a single Pfam HMM cannot capture all the members of the family [12] . Because they can contain many different Pfam families, the families in Pfam clans can have a wide range of model lengths, which can complicate the detection of partial domains.
For this study, the RPD2 families and sequences were projected onto the current Pfam27 domain set, causing some Pfam26 sequences no longer in UniProt [19] to be dropped from the dataset. Likewise, domain coordinates and model lengths were updated to Pfam27.
Identifying partials: domain and model boundaries
Domain boundaries in the RPD2 protein set were assigned using the pfamA_reg_full_significant table in the Pfam27 mySQL distribution, using seq_ start and seq_end to determine the coordinates in the protein sequence, and model_start and model_ end to determine the mapping of the protein sequence to the domain model. Only pfamA_reg_full_ significant domains with the in_full flag set were used in the analysis, and only sequences with the is_fragment field set to zero were used.
The model_length field from the PfamA table was used to determine the full domain length. Partial domains that covered less than 50% of the model_length were identified using the relationship model_end − model_start + 1 < 0.5 model_length. The number of partial domains changes very little if seq_end and seq_start are used in place of model_end and model_start.
Sequence similarity searches
Candidate extended domains (unbounded partials) were compared to the RPD2 protein sequence database using the SSEARCH program (version 36.3.6) [20] , using the BLOSUM62 scoring matrix with −11/−1 gap-open/gapextend penalties. SSEARCH version 36.3.6 allows an alignment score to be subdivided based on domain annotations. Alignment annotation was produced using the pfamA_reg_full_significant table for RPD2 sequences.
Candidate partial domains were compared to the PDB database of sequences with known structures [15] , using the CATH protein structure classification database [14] and VAST+ [16] to annotate structural domains. The FASTA web site [21] was used to compare domain annotations produced in alignments of Pfam27 annotated RDP2 sequences with CATH and VAST+ annotated PDB sequences.
Enrichment analysis
In addition to identifying sequences with partial domains, RPD2 sequences that lacked <50% partial domains were identified. These sequences, and sequences from RPD2 families with more than ten end-bound partials, were divided into eukaryotic and non-eukaryotic groups based on their National Center for Biotechnology Information (NCBI) taxon_id. Eukaryotic sequence enrichment was calculated using the fisher.test() function from the R statistical analysis package. The R qvalue() function was used to estimate the number of families that were significantly enriched for eukaryotic end-bounded partials. We also used the NCBI taxon_id to identify proteins from very well-annotated genomes (human, mouse, and Drosophila) and identified the subset of RPD2 proteins that have an Ensembl gene model [22] .
